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Abstract: In this study, three synthetic zinc-chelating peptides (ZCPs) derived from sea cucumber
hydrolysates with limited or none of the common metal-chelating amino-acid residues were
analyzed by flame atomic absorption spectroscopy, circular dichroism spectroscopy, size exclusion
chromatography, zeta-potential, Fourier transform infrared spectroscopy, Raman spectroscopy and
nuclear magnetic resonance spectroscopy. The amount of zinc bound to the ZCPs reached maximum
values with ZCP:zinc at 1:1, and it was not further increased by additional zinc presence. The
secondary structures of ZCPs were slightly altered, whereas no formation of multimers was observed.
Furthermore, zinc increased the zeta-potential value by neutralizing the negatively charged residues.
Only free carboxyl in C-terminus of ZCPs was identified as the primary binding site of zinc. These
results provide the theoretical foundation to understand the mechanism of zinc chelation by peptides.
Keywords: zinc-chelating peptide; sea cucumber; chelation mechanism
1. Introduction
Zinc is a catalytic element that is involved in modulating a large number of enzymes, and plays
important biological and structural roles in many cellular events [1]. Several factors have been found
to affect zinc absorption such as inositol hexakisphosphate (phytate) that is a saturated cyclic acid in
plant-based foods, which can lead to in the formation of insoluble complexes with zinc and negatively
influence the intestinal zinc absorption [2,3]. To overcome the problem arisen from the interaction of
zinc-phytate, an approach that biologically associates zinc with phytate competitors has been suggested
as a promising way [4]. An increasing number of zinc supplements, especially bioactive peptides,
with the capability to promote and enhance zinc bioavailability, are being identified and characterized.
Food-derived bioactive peptides generated from proteolysis of the primary structures of proteins can
exhibit diverse bioactivities, such as metal chelation and enhancement of metal absorption in the
gastrointestinal system [5]. For the investigation of chelation mechanism, oligopeptides with spatially
isolated binding sites have been used as promising models [6] since the affinity of chelating metal
ions towards specific binding sites is largely determined by the sequence of the peptide structures [7].
Sea cucumbers contain considerable amount of trace elements, including zinc [8], in their organs and
tissues, thus could be good sources for zinc-chelating peptides [9]. To fully utilize them, mechanism of
chelation of zinc by sea cucumber-derived peptides needs to be characterized and understood.
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Amino acid residues such as Cys [10], His [11], Asp [12] and Glu [12] in peptides are closely
correlated to their metal chelating ability. Peptides containing one to four aspartyl or glutamyl residues
have been found in many metal-peptide complexes [7]. In relation to zinc-chelating peptides, several
particular factors, such as the carboxyl group of asparagine, quantity and distribution of hydrophilic
groups, and carboxyl oxygen and amine nitrogen atoms have been suggested as being important [9,13].
The presence of carboxylates in side chains, and particular spatial location of aspartyl residues within
the peptides could influence zinc chelation capability, and also simultaneously contribute to the
thermodynamic stability of peptides [7]. Conventionally it is believed that metal-chelating peptides
are mostly of low molecular weight (<500 Da) [13–15], however, recent reports reveal that some
high molecular weight (>500 Da) peptides are also equally effective in their chelation ability [16,17].
Furthermore, during metal chelation process, the dimensional and geometrical alterations of secondary
structures could occasionally occur in peptides [7]. Therefore, in terms of zinc-peptide chelation, the
relationship between structural changes of peptides and zinc-chelating activity needs to be characterized.
An additional advantage of food-derived zinc-chelating peptides is their relatively trivial
safety concerns. They are generally considered safe when used as zinc supplements for human
consumption [18]. Furthermore, it is well documented that food-derived peptides could be used
to characterize the mechanism of metal-peptide chelation [7,19]. However, sea cucumber derived
peptides have not been systematically studied for their zinc-chelating activities. In the present study,
three zinc-chelating peptides (ZCPs) were synthesized based on the amino acid sequences previously
identified from hydrolysates of sea cucumber. A series of analytical methods, such as flame atomic
absorption spectroscopy (FAAS), circular dichroism (CD) spectroscopy, size exclusion chromatography
(SEC), zeta-potential, Fourier transform infrared (FTIR) spectroscopy, Raman spectroscopy and nuclear
magnetic resonance (NMR), were used to analyze the underlying zinc chelation mechanism of these
peptides. Based on these experiments, identification of zinc-binding sites of sea cucumber-derived
peptides would be able to be accomplished and zinc-chelating capacity would also be improved. This
work aimed to provide a mechanistic basis for analyzing the effectiveness of zinc chelating peptides
from sea cucumbers, which potentially can contribute to the improvement of zinc bioavailability in
human gastrointestinal system and the development of food-derived biological zinc supplements.
2. Results and Discussion
2.1. Determination of Zinc Chelating Capacity of Synthetic ZCPs
Three ZCPs (p-1, p-2 and p-3) were synthesized based on the amino acid sequences from sea
cucumber from our previous work, as shown in Figure 1A–C. The amino acids at the C-terminus of the
three peptides are Glu, Met and Ala, respectively. Several reports have suggested that specific amino
acid residues such as Glu, His and Asp significantly contribute to zinc chelation capacity of peptides [20].
Among them, histidine residues were shown to form zinc binding motifs coordinated around their
imidazole rings with high binding capacity [9,21]. However, in our synthetic peptides, other than
p-1, which has a Glu on the C-terminus, the other two peptides without terminus chelating amino
acid residues also exhibited zinc chelation capacity (Figure 1D). Results showed the zinc-chelating
capacity of the three peptides was 56.93%, 56.80% and 53.46%, respectively. With very different
amino acid compositions, the similarity in zinc binding capacity among the three ZCPs suggests that
zinc chelation may be determined more by the configuration of the peptides than the influences of
particular amino acids and their location. In order to better assess zinc-chelating ability of ZCPs, FAAS,
a method often used for the measurement of binding between peptides and metal ions [22], was used
to measure the absolute zinc-chelating capacity at three different peptide:zinc loading molar ratios.
The amounts of zinc bound to the ZCPs were compared by changing the loading molar ratio of ZPCs
and zinc (1:0.5, 1:1 and 1:2). The results (Table 1) showed that zinc-chelating capacity increased almost
twice with the loading ratio changing from 0.5 to 1, but further increase of the loading ratio from 1
to 2 did not bring much change to the chelating capacity, indicating a possible saturation threshold
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for the three ZCPs for zinc chelation at a loading molar ratio of 1. Several studies have reported
on the zinc-chelating capacity of naturally derived zinc-chelating peptides, such as whey protein
hydrolysates (28%–25% of zinc-chelating capacity) [23] and wheat germ protein hydrolysates (86.78%
of zinc-chelating capacity) [24]. Furthermore, the absolute zinc-chelating capacity (5.36 ug mg−1) was
measured from the protein hydrolysates of oyster, which is considered to be one of the highest [9].
In comparison, the zinc-chelating capacity of our sea cucumber-derived ZCPs were reasonably good
(at ~2 ug mg−1).
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understand the mechanism of chelation. The structural changes of ZCPs after chelation with zinc 
were analyzed by CD spectroscopy. The CD spectra (Figure 2A,B) of ZCPs showed no α-helix, but 
existence of β-sheets, β-turns and random coils were confirmed within the secondary structures of 
ZCPs. Among zinc-treated ZCPs, only p-3 showed detectable changes in β-sheets, β-turns and 
random coils, whereas p-1 and p-2 did not. As shown in Figure 2B, once chelated with zinc, 
abundances of β-sheets and random coils in p-3 changed from 53.13% ± 0.49% to 46.7% ± 0.43% and 
47.1% ± 0.49% to 51.76% ± 0.55%, respectively, whereas no such change was observed for p-1 and p-
Figure 1. (A–C). Structures of three synthetic sea cucumber-derived peptides. (D). Determination of
zinc-chelating capacity. Different letters above the bars indicate significant differences among fractions
(I < 0.05). Values presented are the mean of triplicate analyses.
Table 1. The absolute zinc-chelating capacity of zinc-chelating peptides (ZCPs).
ZCP:Zinc (c:c) p-1 (ug mg−1) p-2 (ug mg−1) p-3 (ug mg−1)
1:0.5 1.10 ± 0.01a 0.88 ± 0.01a 1.54 ± 0.19a
1:1 2.34 ± 0.03a 2.03 ± 0.07a 2.01 ± 0.27ab
1:2 2.27 ± 0.05b 1.91 ± 0.11b 2.03 ± 0.03b
Absolute zinc-chelating capacity of ZCPs in different loading molar ratio of peptides and zinc. Different letters
within a column above the bars indicate significant differences among each ZCP (p < 0.05). M ans ± SD ( = 3).
2.2. Evaluation of Structural Conformation of ZCPs after Chelation with Zinc
The evaluation of structural changes of peptides after chelation with metals is important to
understand the mechanism of chelation. The structural changes of ZCPs after chelation with zinc
were analyzed by CD spectroscopy. The CD s ctra (Figure 2A,B) of ZCPs showed no α-helix, but
existence of β-sheets, β-turns and r ndom coils were confirmed within the secondary structures of
ZCPs. Among zinc-treated ZCPs, only p-3 showed detectable changes in β-sheets, β-tur s and random
coils, whereas p-1 and p-2 did ot. As shown in Figure 2B, once chelated with zinc, abundanc s f
β-sheets and random coils in p-3 changed from 53.13% ± 0.49% to 46.7% ± 0.43% and 47.1% ± 0.49% to
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51.76% ± 0.55%, respectively, whereas no such change was observed for p-1 and p-2. Furthermore,
zinc chelation also seemed to induce the formation of α-helix in p-3 (from 0% to 1.5% ± 0.1%). The
CD results suggested that in certain ZCPs a small portion of β-sheets was converted to random coils
and/or α-helixes upon binding with zinc, but it was not universal in all ZCPs. Although alteration of
secondary structures of p-3 after chelation was statistically significant, the extent of changes appeared
to be minimal compared with other reports [25,26]. Several reports have mentioned that, in the process
of chelation between peptides and metal ions, secondary structures of peptides tend to be altered
due to the formation of new bonds between metal ions and the peptides. For instance, a naturally
occurring cyclic octapeptides could interact with zinc, leading to a concentration-dependent formation
of zinc-peptide complex with shift of secondary structures detected by CD spectroscopy [27], including
metal-induced conformation of α-helix [28]. However, some divalent or trivalent metal ions, such
as Ni2+ or Cr3+, could strongly associate with the carboxyl groups in the linear peptide and prevent
the amino and carboxyl groups from forming a cyclic structure [29], which means that the original
secondary structures of peptides could be mostly retained after chelation with these metal ions. This
might be one of the reasons why zinc binding seemed not to have a major impact on secondary
structures of the three ZCPs (Figure 2A,B).
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Figure 2. (A). Circular dichroism (CD) spectra of ZCPs and ZCP-zinc complexes. (B). Statistical analysis
data of CD spectra. (C–E). Molecular weight distribution of ZCPs and ZCP-zinc complexes determined
by Raman chromatography (SEC). Values presented are the mean of triplicate analyses.
During chelation between peptides and metals, peptides could crosslink to form multimers [26].
Formation of multimers from peptides exponentially increased the molecular weight, which could
be detected by SEC [30] for the range of 900–18,000 Da [31]. In this study, SEC was used to check if
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multimers of ZCPs were formed due to zinc chelation. Our results (Figure 2C–E) show no change
in molecular weight (MW) after zinc chelation, indicating these ZCPs operated as individual units
before/after zinc chelation. Furthermore, crosslinking of peptides could contribute to the shift of their
secondary structures determined by CD spectroscopy [32]. Our conformational analysis using CD
spectroscopy revealed that no large-scale structural change occurred for all three ZCPs upon binding
with zinc, consistent with the results from SEC showing that these peptides remained monomeric
(Figure 2C–E). It is worth noting that Cys residue is contained in the p-3 while disulfide bond formation
would happen if peptides are in a non-reducing environment [33]. However, our results revealed that
no multimers were found in p-3, which demonstrated that disulfide bond might not be formed due to
possibilities of mild reaction conditions (water-mediated, 37 ◦C, and 30 min) and potential chemical
block of Cys. In addition, 13C NMR could also be used to measure the formation of disulfide bond [34],
which will be further investigated.
2.3. Evaluation of Chelation by Zeta-Potential Analysis and FTIR
To further investigate binding of ZCPs to zinc, and to understand the potential mechanism of
electrostatic interactions between zinc and the ZCPs, zeta-potential analysis was conducted [35,36].
As shown in Figure 3A, results showed that the magnitudes of zeta-potential of p-1, p-2 and p-3,
before chelating with zinc, were −10.4, −28.2 and −28.3 mv (pH = 7.0), respectively. Generally, the
net repulsive electrostatic forces among particles are positively correlated to the absolute magnitudes
of zeta-potential, which determine the resistance towards the formation of agglomerates [37]. The
magnitudes of zeta-potential of p-2 and p-3 were higher than that of p-3, indicating their comparably
higher electrostatic stability compared to p-3 in the neutral aqueous environment (they are also more
negatively charged). As expected, results also showed that the zeta-potential of each of the three
peptides increased to −5.48, −12.97 and −16.43 mv when zinc was added: The positively charged
zinc ions neutralized some of the negative charges of the peptides (i.e., carboxyl groups). Apparently,
not all of the negative charges on the ZCPs were neutralized through zinc-chelating, as shown in
Figure 3A. The change in zeta potential also suggested that unwanted attenuation of stability of the
ZCPs might result from zinc chelation, which reduces the magnitudes of the zeta potential to less
than 30 mv [37]. Zeta-potential is sensitive to the ion strength and pH of the surrounding aqueous
environment [38], further work is needed to optimize the buffer medium to ensure the stability of the
ZCPs during chelation with zinc.
To identify amino acid residues or functional groups that were involved in zinc-chelation, FTIR
spectra of the three peptides with or without zinc were acquired. As shown in Figure 3B–D, the
conformational changes of peptides upon binding to zinc ions are reflected in band changes at 3280
to 3578 cm−1, 1450 to 1660 cm−1, 1100 to 1204 cm−1 and 618 cm−1, indicating involvement of groups,
such as N–H, –COO- group and C–H group, respectively. In p-1, a band at 1450 cm−1, which could
be attributed to glutamyl carboxylate anion (Glu–COO-), was found to shift upon zinc binding. This
band was not observed for p-2 and p-3. This suggested the –COO− group of Glu in p-1 was involved
in chelating zinc, which is consistent with the previous reports [39,40]. Changes in amide I band at
1634 cm−1 and amide II at 1532 cm−1 both suggest that zinc may be bound to ZCPs by interacting
with carboxyl groups, similar to what has been reported for zinc-binding peptides from oyster [9].
Moreover, changes in bands associated with COOH groups, such as OH stretching vibration (3678
cm−1) and COO- out of plane bending (618 cm−1) [41] indicated that the carboxyl groups were primary
binding sites for zinc in these sea cucumber-derived ZCPs. Overall, based on the results of FTIR,
carboxylic groups of ZCPs were primarily involved in zinc chelation.
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Figure 3. ( ). Zeta-potential of ZCPs and ZCP-zinc complexes. (B–D). FTIR spectra of ZCPs and
ZCP-zinc complexes. Different letters above the bars indicate significant differences among fractions (p
< 0.05). Values presented are the mean of triplicate analyses.
2.4. Raman Spectroscopy
Raman spectroscopy was also utilized to gain insights towards the chelating mechanism of ZCPs.
The Raman spectral study of three ZCPs with or without zinc were shown in Figure 4A–C. Changes in
bands of amide I, Cα-H bending and amide III have all been associated with zinc-chelating [42–44].
As shown in Figure 4A–C, similar patterns were obtained for all three peptides, indicating that the
primary conformational structures were not that different among them. In p-1, upon binding to zinc,
amide III band (1320 cm−1) [45] exhibited spectral changes that could be attributed to zinc-chelating
through Glu (Figure 4A). However, band of indole (1556 cm−1) similar to C4–C5 stretching [45] possibly
arisen from Trp in p-1, showed no change after chelation with zinc, suggesting that nitrogen in indole
was not the zinc-binding site (Figure 4A). This is different from previous reports about nitrogen
atoms in His-containing peptides, such as Amyloid β peptide, that effectively contribute to metal ion
chelation [25]. In p-2, zinc chelation did not lead to easily identifiable spectral changes (Figure 4B),
consistent with the CD/SEC results (Figure 2A,B). In p-3, upon zinc-binding, changes in amide III
band indicated a conformational transition of β-sheets (Figure 4C). This is also consistent with the CD
data showing the decrease of β-sheets in p-3 (Figure 2A,B). Furthermore, the individual shift of Cα-H
bending band around 1300 cm−1 suggested the presence of α-helix like structures, also supported by
the CD results (Figure 2A,B). Alongside with the FTIR data (Figure 3B–D), these results showed that
ZCPs might chelate zinc primarily through carboxylate groups rather than nitrogen in indole groups.
Each of the ZCPs has carboxylate group available as zinc-chelating sites, e.g., two free carboxyls in p-1
and p-2, one free carboxyl in the C-terminus of p-3, and an acylaminos group in each of them. Further
investigation into exactly which carboxylate groups were involved in zinc chelating was conducted
hereafter with NMR.
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2.5. NMR
The zinc-binding motifs in ZCPs usually are also essential for the maintenance of their secondary
structures and biological properties [46]. Chemical shift deviation (CSD) in NMR can provide
information about local structures in peptides [47]. Therefore, 1-D NMR was used to evaluate specific
binding sites of the three ZCPs. As shown in Figure 5, 13C NMR spectra of p-1, p-2 and p-3 with
or without zinc indicated that the primary resonance peak (170 to 180 ppm) of the three peptides
could be attributed to carboxylate groups or amide carbonyl, and their correspondent quantities were
discovered to be consistent with their structures, respectively (Figure S1). 13C NMR signals can be used
to analyze the distribution of electrons around particular carbon atoms in the carboxylic groups [48].
Based on the calculated 13C shielding tensors, the chemical shift of carbon atoms in carboxylic group
(>174 ppm) [49] is higher than that in amide carbonyl (169–174 ppm) [50–52]. Therefore, free carboxyls
of Glu8 (176.5 and 174.5 ppm) in p-1, of Asp9 (174.8 ppm) and Met10 (175 ppm) in p-2, of Ala9 (176.9
ppm) in p-3 were identified (Figure 5A–C). In the presence of zinc, signals of carboxyls (176.5 ppm
in p-1, 175 ppm in p-2 and 176.9 ppm in p-3) from each ZCP dramatically shifted, indicating that
these carboxylic groups on C-terminus were involved in chelating zinc (i.e., zinc binding site in each
ZCP). Furthermore, in order to confirm the involvement of carboxylic group in zinc chelation, 1H
NMR was also conducted. As shown in Figure 5D–F, signals of carboxylic group (12.3–12.6 ppm)
were identified in p-1, p-2 and p-3. The disappearance of the same signals was also discovered by
addition of D2O, indicating the characteristic features of active hydrogen, which broadways reflected
the potential zinc-binding role of carboxylic group. Results also demonstrated that zinc-chelation
attenuated signals of carboxylic group (12.3–12.6 ppm) in each ZCP, indicating the involvement of
carboxylic groups in zinc chelation (Figure 5D–F). However, based on the results of 1H NMR, it is
noteworthy that the signals that represented carboxylic groups on side chain of Glu8 in p-1 and
Asp9 in p-2 appeared to be involved in binding to zinc whereas the change of chemical shifts of 13C
spectra representing these two carboxylic group in side chain was not obvious compared with those
of free carboxylic group in C-terminus. Therefore, the carboxylic groups on side chain of Glu8 in
p-1 and Asp9 in p-2 was not the primary zinc binding site, changes in 1H NMR might be because
the chemical environment of hydrogen in side chains was influenced by zinc chelation of carboxylic
group in C-terminus rather than chelation with zinc. Generally, for chelation with divalent metal ions,
negatively charged residues, such as oxygen containing groups (carbonyl or hydroxyl) and amino
groups (histidine), are the primary binding sites. Since there is no histidine in these ZCPs, and indole
group was concluded not to be the zinc binding site (Figure 4A), free carboxyls at the C-terminus were
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found to be the primary zinc binding sites. They are essential to chelate divalent metal ions to form
stable peptide-zinc complexes [51,53].Mar. Drugs 2019, 17, 438 8 of 14 
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3. Materials and Methods
3.1. Materials
Zinc-chelating peptides (ZCPs, p-1, p-2 and p-3) derived from sea cucumber (Stichopus japonicus)
hydrolysates were synthesized by ChinaPeptides Co., Ltd. (Shanghai, China). 4-(2-pyridylazo)
resorcinol was purchased from Sigma-Aldrich (St. Louis, MO, USA). Dithiothreitol (DTT) was
purchased from BBI Life Science (Shanghai, China). Zinc sulphate heptahydrate (ZnSO4.7H2O) was
purchased from Sinopharm Chemical Reagent (Shanghai, China). Potassium bromide (KBr) was
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purchased from Aladdin Industrial Corporation (Shanghai, China). All other chemicals were analytical
grade and used without any further purification.
3.2. Determination of Zinc-Chelating Capacity
The zinc-chelating capacity of the synthetic ZCPs was determined by a previously described
method with some modification [23]. The principle of assay is based on the reaction that 4-(2-pyridylazo)
resorcinol (PAR) can form a red complex with free zinc ions. Each of the three ZCPs was dissolved in
2-[4-(2-hydroxyethyl) piperazin-1-yl] ethane sulfonic acid (HEPES)-KOH buffer (40 mM, pH = 7.5)
at 1 mg/mL with EDTA used as positive control due to its zinc-cheating ability. Each sample (250
µL, 1 mg/mL) was then mixed with 125 µL DTT (8 mM) and 125 µL ZnSO4 (250 µM) and incubated
at 37 ◦C for 30 min. Then, 25 µL PAR (2 mM) were added and the absorbance was read at 500 nm.
Zinc-chelating capacity (%) was calculated from the following equation:
Zinc-chelating capacity (%) = [(ODblank − ODsample)/ODblank] × 100
where the blank contained all assay reagents but without any test sample of ZCP.
3.3. Flame Atomic Absorption Spectroscopy
Each ZCP (p-1, p-2 and p-3) was dissolved in deionized (DI) water into final concentration (1 mM),
1 mL of each was then mixed with 1 mL zinc sulfate solution with various concentration (0.5 mM, 1mM,
2mM or blank (ZCPs and DI water)) and incubated at 37 ◦C for 30 min. Then, to remove free zinc ions,
all the samples were dialyzed in deionized water through dialysis membrane (500 Da, MYM Biological
Technology Company Limited, Beijing, China) for 60 h. Volumes of all samples were adjusted to 3 mL.
Zinc content of each sample was measured by flame atomic absorption spectroscopy (HITACHI, Kyoto,
Japan) with an air/acetylene flame through a standard curve of zinc (data not shown). Results indicated
the absolute zinc-chelating capacity of each ZCP (µg mg−1).
3.4. Circular Dichroism (CD) Spectroscopy
Each ZCP was dissolved in deionized water (1 mM), 1 mL of each was mixed with 20 mM zinc
sulfate solution (1 mL) or a blank control at 37 ◦C for 30 min, and then measured by a circular dichroism
(CD) spectrophotometer (J-1500, Jasco Corporation, Tokyo, Japan). The ratio of ZCPs and zinc was
1:20. The CD tests were carried out in high-purity nitrogen atmosphere at room temperature by
using a quartz cell of 0.1 cm path length. Absorption spectra of the above samples were recorded
between 190 and 260 nm using the following instrumental parameters: Bandwidth = 1.0 nm and
scanning rate = 100 nm/min. Each acquired spectrum represented an average of three consecutive
scans. Estimation of secondary structure was performed by using Yang’s data as reference [54].
3.5. Size Exclusion Chromatography (SEC)
Each ZCP was dissolved in deionized water (1 mM), and 1 mL of each was mixed with 20 mM zinc
sulfate solution (1 mL) or blank control at 37 ◦C for 30 min. The ratio of ZCPs and zinc was 1:20. Then,
10 µL of each sample were loaded onto a TSKgel G2000SWxl (TOSOH, Kyoto, Japan) (7.8 × 300 mm).
The mobile phase was acetonitrile/water/trifluoroacetic acid = 45/55/0.1 at a flow rate of 0.5 mL/min.
Absorbance was monitored at 214 nm by 1260 Infinity HPLC (Agilent, Palo Alto, CA, USA).
3.6. Zeta-Potential Measurement
A Nano ZS-90 (Malvern Instruments Ltd., Worcestershire, UK) was used to measure zeta potential
of the ZCPs and ZCP-zinc complexes. To prepare fresh solution, each of the three ZCPs was dissolved in
deionized water (1 mM), 1 mL of each was mixed with 2 mM zinc sulfate solution (1 mL) or blank control
at 37 ◦C for 30 min. The ratio of ZCPs and zinc was 1:2. Then, all the samples were dialyzed in deionized
water through dialysis membrane (500 Da) for 60 h and collected for zeta-potential measurement.
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3.7. FTIR Spectroscopy
Each of the three ZCPs was dissolved in deionized water (1 mM), 1 mL of each was mixed with
20 mM zinc sulfate solution (1 mL) or blank control at 37 ◦C for 30 min. The ratio of ZCPs and zinc
was 1:20. After reaction, the samples were lyophilized. One milligram lyophilized ZCPs or ZCPs-zinc
complex was mixed with 100 mg dried KBr, and the FTIR spectra were recorded using an infrared
spectrophotometer (Perkin Elmer, Salem, MA, USA) from 400 to 4000 cm−1 at a resolution of 4 cm−1.
The entire experimental work was conducted at room temperature.
3.8. Raman Spectroscopy
Each of the three ZCPs was dissolved in deionized water (1 mM), 1 mL of each was mixed with
20 mM zinc sulfate solution (1 mL) or blank control at 37 ◦C for 30 min. The ratio of ZCPs and zinc was
1:20. After lyophilization, samples were measured by dispersive Raman microscope (HORIBA, Kyoto,
Japan) at excitation wavelength of 532 nm. A 100× objective was used. The spectra were recorded
from 400 cm−1 to 2000 cm−1.
3.9. NMR
Each of the three ZCPs was dissolved in deionized water (5 mM), 1 mL of each was mixed with
20 mM zinc sulfate solution (1 mL) or blank control at 37 ◦C for 30 min. The ratio of ZCPs and zinc was
1:20. Afterwards, the samples were lyophilized and re-dissolved in d-DMSO (250 µL). Then, samples
were transferred into NMR tubes. 13C NMR spectra of p-1, p-2 and p-3 (dissolved in D2O) as well as
1H NMR spectra (dissolved in DMSO-d6, DMSO-d6/10% D2O) were performed on a 400-MHz NMR
spectrophotometer (Bruker, Karlsruhe, Germany).
3.10. Statistical Analysis
Each experiment was repeated three times. Data were presented as mean ± standard deviation
(SD). One-way ANOVA was applied to analyze variance by using SPSS 16.0 software (SPSS Inc., Chicago,
IL, USA) and Tukey’s test was employed to measure the differences between means. Comparisons that
yielded p values <0.05 were considered significant.
4. Conclusions
Based on the results of this work, a schematic model of how these sea cucumber-derived ZCPs
chelate zinc was proposed (Figure 6). In the absence of typical metal-binding residues, such as His,
nitrogen-containing groups either in side chains are not involved in zinc chelation. The binding
of p-1, p-2 and p-3 to zinc is primarily through interaction with free the carboxyls at C-terminus.
As a conclusion, it is shown that zinc-chelating peptides do not necessarily have to have classical
metal-chelating amino acid residues. Zinc chelation can rely on binding with free carboxyl in the
C-terminus of peptides, which suggests a much larger scope of peptides could be effective zinc-chelating
agents. Overall, based on the results, this study might offer theoretical bases to the development of
approaches that contribute to obtain peptides with rich zinc-binding site and improve the zinc-chelating
capacity, which could contribute to industrial manufacture of zinc supplements in the future. Further
investigation is thus needed to explore how these peptides help to improve zinc bioavailability.
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1. Bozalioǧlu, S.; Özkan, Y.; Turan, M.; Şimşek, B. Prevalence of zinc deficiency and immune response in
short-term hemodialysis. J. Trace Elem. Med. Biol. 2005, 18, 243–249. [CrossRef] [PubMed]
2. Hansen, M.; Sandström, B.; Lönnerdal, B. The effect of casein phosphopeptides on zinc and calcium
absorption from high phytate infant diets assessed in rat pups and Caco-2 cells. Pediatr. Res. 1996, 40,
547–552. [CrossRef] [PubMed]
3. Kumar, V.; Sinha, A.K.; Makkar, H.P.S.; Becker, K. Dietary roles of phytate and phytase in human nutrition:
A review. Food Chem. 2010, 120, 945–959. [CrossRef]
Mar. Drugs 2019, 17, 438 12 of 14
4. Etcheverry, P.; Grusak, M.A.; Fleige, L.E. Application of in vitro bioaccessibility and bioavailability methods
for calcium, carotenoids, folate, iron, magnesium, polyphenols, zinc, and vitamins B6, B12, D, and E.
Front. Physiol. 2012, 3, 317. [CrossRef] [PubMed]
5. Guo, L.; Harnedy, P.A.; Li, B.; Hou, H.; Zhang, Z.; Zhao, X.; FitzGerald, R.J. Food protein-derived chelating
peptides: Biofunctional ingredients for dietary mineral bioavailability enhancement. Trends Food Sci. Technol.
2014, 37, 92–105. [CrossRef]
6. Sóvágó, I.; Kállay, C.; Várnagy, K. Peptides as complexing agents: Factors influencing the structure and
thermodynamic stability of peptide complexes. Coord. Chem. Rev. 2012, 256, 2225–2233. [CrossRef]
7. Raics, M.; Sanna, D.; Sóvágó, I.; Kállay, C. Copper(II), nickel(II) and zinc(II) complexes of hexapeptides
containing separate aspartyl and histidyl residues. Inorga. Chim. Acta 2015, 426, 99–106. [CrossRef]
8. Pinkaew, S.; Winichagoon, P.; Hurrell, R.F.; Wegmuller, R. Extruded rice grains fortified with zinc, iron,
and vitamin A increase zinc status of Thai school children when incorporated into a school lunch program.
J. Nutr. 2013, 143, 362–368. [CrossRef]
9. Chen, D.; Liu, Z.; Huang, W.; Zhao, Y.; Dong, S.; Zeng, M. Purification and characterisation of a zinc-binding
peptide from oyster protein hydrolysate. J. Funct. Foods 2013, 5, 689–697. [CrossRef]
10. Glahn, R.P.; Van, C.D.R. Iron uptake is enhanced in Caco-2 cell monolayers by cysteine and reduced cysteinyl
glycine. J. Nutr. 1997, 127, 642–647. [CrossRef]
11. Torres Fuentes, C.; Alaiz, M.; Vioque, J. Affinity purification and characterisation of chelating peptides from
chickpea protein hydrolysates. Food Chem. 2011, 129, 485–490. [CrossRef] [PubMed]
12. Lee, S.H. Isolation of a calcium-binding peptide from enzymatic hydrolysates of porcine blood plasma
protein. J. Korean Soc. Appl. Biol. Chem. 2009, 52, 290–294. [CrossRef]
13. Wang, C.; Li, B.; Ao, J. Separation and identification of zinc-chelating peptides from sesame protein
hydrolysate using IMAC-Zn2+and LC-MS/MS. Food Chem. 2012, 134, 1231–1238. [CrossRef] [PubMed]
14. Torres Fuentes, C.; Alaiz, M.; Vioque, J. Iron-chelating activity of chickpea protein hydrolysate peptides. Food
Chem. 2012, 134, 1585–1588. [CrossRef] [PubMed]
15. Huang, G.; Ren, L.; Jiang, J. Purification of a histidine-containing peptide with calcium binding activity from
shrimp processing byproducts hydrolysate. Eur. Food Res. Technol. 2011, 232, 281–287. [CrossRef]
16. Lv, Y.; Bao, X.L.; Yang, B.C.; Ren, C.G.; Guo, S.T. Effect of soluble soybean protein hydrolysate-calcium
complexes on calcium uptake by Caco-2 cells. J. Food Sci. 2008, 73, 1750–3841. [CrossRef] [PubMed]
17. Seth, A.; Mahoney, R.R. Binding of iron by chicken muscle protein digests: The size of the iron-binding
peptides. J. Sci. Food Agric. 2000, 80, 1595–1600. [CrossRef]
18. Khanal, R.C.; Nemere, I. Regulation of intestinal calcium transport. Annu. Rev. Nutr. 2008, 28, 179–196.
[CrossRef]
19. Yang, D.S.; Mclaurin, J.; Qin, K.; Westaway, D.; Fraser, P.E. Examining the zinc binding site of the amyloid-β
peptide. Eur. J. Biochem. 2000, 267, 6692–6698. [CrossRef]
20. Worthington, M.T.; Amann, B.T.; Nathans, D.; Berg, J.M. Metal binding properties and secondary structure of
the zinc-binding domain of Nup475. Proc. Natl. Acad. Sci. USA 1996, 93, 13754–13759. [CrossRef]
21. Gerbino, E.; Mobili, P.; Tymczyszyn, E.; Fausto, R.; Gómez Zavaglia, A. FTIR spectroscopy structural analysis
of the interaction between Lactobacillus kefir S-layers and metal ions. J. Mol. Struct. 2011, 987, 186–192.
[CrossRef]
22. Kirin, S.I.; Ott, I.; Gust, R.; Mier, W.; Weyhermüller, T.; Metzler-Nolte, N. Cellular uptake quantification of
metalated peptide and peptide nucleic acid bioconjugates by atomic absorption spectroscopy. Angew. Chem.
Int. Ed. 2008, 47, 955–959. [CrossRef] [PubMed]
23. Udechukwu, M.C.; Downey, B.; Udenigwe, C.C. Influence of structural and surface properties of whey-derived
peptides on zinc-chelating capacity, and in vitro gastric stability and bioaccessibility of the zinc-peptide
complexes. Food Chem. 2018, 240, 1227–1232. [CrossRef] [PubMed]
24. Zhu, K.X.; Wang, X.P.; Guo, X.N. Isolation and characterization of zinc-chelating peptides from wheat germ
protein hydrolysates. J. Funct. Foods 2015, 12, 23–32. [CrossRef]
25. Curtain, C.C.; Ali, F.; Volitakis, I.; Cherny, R.A.; Norton, R.S.; Beyreuther, K.; Barrow, C.J.; Masters, C.L.;
Bush, A.I.; Barnham, K.J. Alzheimer’s disease amyloid-β binds copper and zinc to generate an allosterically
ordered membrane-penetrating structure containing superoxide dismutase-like subunits. J. Biol. Chem. 2001,
276, 20466–20473. [CrossRef] [PubMed]
Mar. Drugs 2019, 17, 438 13 of 14
26. Cnudde, S.E.; Prorok, M.; Jia, X.; Castellino, F.J.; Geiger, J.H. The crystal structure of the calcium-bound
con-G[Q6A] peptide reveals a novel metal-dependent helical trimer. J. Biol. Inorg. Chem. 2011, 16, 257–266.
[CrossRef]
27. Grøndahl, L.; Sokolenko, N.; Abbenante, G.; Fairlie, D.P.; Hanson, G.R.; Gahan, L.R. Interaction of zinc(II) with
the cyclic octapeptides, cyclo[Ile(Oxn)-D-Val(Thz)]2 and ascidiacyclamide, a cyclic peptide from Lissoclinum
patella. J. Chem. Soc. Dalt. Trans. 1999, 578, 1227–1234. [CrossRef]
28. Broncel, M.; Wagner, S.C.; Paul, K.; Hackenberger, C.P.R.; Koksch, B. Towards understanding secondary
structure transitions: Phosphorylation and metal coordination in model peptides. Org. Biomol. Chem. 2010,
8, 2575–2579. [CrossRef]
29. Liu, M.; Tang, Y.C.; Fan, K.Q.; Jiang, X.; Lai, L.H.; Ye, Y.H. Cyclization of several linear penta and heptapeptides
with different metal ions studied by CD spectroscopy. J. Pept. Res. 2005, 65, 55–64. [CrossRef]
30. Su, G.; Ren, J.; Zhao, M.; Sun, D.W. Comparison of superdex peptide HR 10/30 column and TSK gel G2000
SWxl column for molecular weight distribution analysis of protein hydrolysates. Food Bioprocess. Technol.
2013, 6, 3620–3626. [CrossRef]
31. Koscielski, T.; Sybilska, D.; Jljrczak, J. Separation of hydrophobic peptide polymers by size-exclusion and
reversed-phase high-performance liquid chromatography. J. Chromatogr. 1984, 280, 131–134.
32. Mayo, K.H.; Ilyina, E. A folding pathway for betapep-4 peptide 33mer: from unfolded monomers and
beta-sheet sandwich dimers to well-structured tetramers. Protein Sci. 1998, 7, 358–368. [CrossRef] [PubMed]
33. Cabibbo, A.; Pagani, M.; Fabbri, M.; Rocchi, M.; Farmery, M.R.; Bulleid, N.J.; Sitia, R. ERO1-L, a human
protein that favors disulfide bond formation in the endoplasmic reticulum. J. Biol. Chem. 2000, 275, 4827–4833.
[CrossRef] [PubMed]
34. Sharma, D.; Rajarathnam, K. 13C NMR chemical shifts can predict disulfide bond formation. J. Biomol. NMR
2000, 18, 165–171. [CrossRef] [PubMed]
35. Zidane, F.; Matéos, A.; Cakir-Kiefer, C.; Miclo, L.; Rahuel-Clermont, S.; Girardet, J.M.; Corbier, C. Binding of
divalent metal ions to 1-25 β-caseinophosphopeptide: An isothermal titration calorimetry study. Food Chem.
2012, 132, 391–398. [CrossRef] [PubMed]
36. Schwaminger, S.P.; Blank-Shim, S.A.; Scheifele, I.; Fraga-García, P.; Berensmeier, S. Peptide binding to metal
oxide nanoparticles. Faraday Discuss. 2017, 204, 233–250. [CrossRef]
37. Kaasalainen, M.; Mäkilä, E.; Riikonen, J.; Kovalainen, M.; Järvinen, K.; Herzig, K.H.; Lehto, V.P.; Salonen, J.
Effect of isotonic solutions and peptide adsorption on zeta potential of porous silicon nanoparticle drug
delivery formulations. Int. J. Pharm. 2012, 431, 230–236. [CrossRef] [PubMed]
38. Kosmulski, M. Surface charging and points of zero charge. In Surface Charging and Points of Zero Charge; CRC
Press: Boca Raton, FL, USA, 2009; pp. 1–1065.
39. Lupaescu, A.V.; Jureschi, M.; Ciobanu, C.I.; Ion, L.; Zbancioc, G.; Petre, B.A.; Drochioiu, G. FTIR and MS
evidence for heavy metal binding to anti-amyloidal NAP-like peptides. Int. J. Pept. Res. Ther. 2018, 25,
303–309. [CrossRef]
40. Murariu, M.; Habasescu, L.; Ciobanu, C.I.; Gradinaru, R.V.; Pui, A.; Drochioiu, G.; Mangalagiu, I. Interaction
of amyloid Aβ(9–16) peptide fragment with metal ions: CD, FT-IR, and fluorescence spectroscopic studies.
Int. J. Pept. Res. Ther. 2018, 1–13. [CrossRef]
41. Murariu, M.; Dragan, E.S.; Drochioiu, G. Model peptide-based system used for the investigation of metal
ions binding to histidine-containing polypeptides. Biopolymers 2010, 93, 497–508. [CrossRef]
42. Mikhonin, A.V.; Ahmed, Z.; Ianoul, A.; Asher, S.A. Assignments and conformational dependencies of the
amide III peptide backbone UV resonance Raman bands. J. Phys. Chem. B 2004, 108, 19020–19028. [CrossRef]
43. Miura, T.; Mitani, S.; Takanashi, C.; Mochizuki, N. Copper selectively triggers β-sheet assembly of an
N-terminally truncated amyloid β-peptide beginning with Glu3. J. Inorg. Biochem. 2004, 98, 10–14. [CrossRef]
[PubMed]
44. Yasutake, A.; Aisawa, S.; Takahashi, S.; Hirahara, H.; Narita, E. Synthesis of biopolymer intercalated
inorganic-layered materials: Intercalation of collagen peptide and soybean peptide into Zn-Al layered double
hydroxide and layered zinc hydroxide. J. Phys. Chem. Solids 2008, 69, 1542–1546. [CrossRef]
45. Ren, H.; Zhang, Y.; Guo, S.; Lin, N.; Deng, L.; Yue, T.; Huang, F. Identifying Cu(II)-amyloid peptide binding
intermediates in the early stages of aggregation by resonance Raman spectroscopy: A simulation study. Phys.
Chem. Chem. Phys. 2017, 19, 31103–31112. [CrossRef] [PubMed]
Mar. Drugs 2019, 17, 438 14 of 14
46. Razmiafshari, M.; Kao, J.; D’Avignon, A.; Zawia, N.H. NMR identification of heavy metal-binding sites in a
synthetic zinc finger peptide: Toxicological implications for the interactions of xenobiotic metals with zinc
finger proteins. Toxicol. Appl. Pharmacol. 2001, 172, 1–10. [CrossRef] [PubMed]
47. Danielsson, J.; Pierattelli, R.; Banci, L.; Gräslund, A. High-resolution NMR studies of the zinc-binding site of
the Alzheimer’s amyloid β-peptide. FEBS J. 2007, 274, 46–59. [CrossRef] [PubMed]
48. Verma, R.P.; Hansch, C. Use of 13C NMR chemical shift as QSAR/QSPR descriptor. Chem. Rev. 2011, 111,
2865–2899. [CrossRef]
49. Wishart, D.S.; Bigam, C.G.; Holm, A.; Hodges, R.S.; Sykes, B.D. 1H, 13C and 15N random coil NMR chemical
shifts of the common amino acids. I. Investigations of nearest-neighbor effects. J. Biomol. NMR 1995, 5, 67–81.
[CrossRef]
50. Zheng, A.; Yang, M.; Yue, Y.; Ye, C.; Deng, F. 13C NMR shielding tensors of carboxyl carbon in amino acids
calculated by ONIOM method. Chem. Phys. Lett. 2004, 399, 172–176. [CrossRef]
51. Azócar, M.I.; Aldabaldetrecu, M.; Levin, P.; Tamayo, L.; Guerrero, J.; Páez, M.A. Correlating light and thermal
stability of silver carboxylate complexes by infrared and 13C NMR spectroscopy. J. Coord. Chem. 2016, 69,
3472–3479. [CrossRef]
52. Kieffer, B.; Mer, G.; Mann, A.; Lefèvre, J.F. Structural studies of two antiaggregant RGDW peptides by lH and
13C NMR. Int. J. Pept. Protein Res. 1994, 44, 70–79. [CrossRef] [PubMed]
53. Veldkamp, K.L.; Tubergen, P.J.; Swartz, M.A.; DeVries, J.T.; Tatko, C.D. Zinc binding with L-dopa peptides.
Inorga. Chim. Acta 2017, 461, 120–126. [CrossRef]
54. Yang, J.T.; Wu, C.S.C.; Martinez, H.M. Calculation of protein conformation from circular dichroism. Methods
Enzymol. 1986, 130, 208–269. [PubMed]
© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).
